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NC003663_Cowpox_virus
KJ642615 Nigeria_1978
KJ642617_Nigeria_1971
297957_Nigeria_2017
298464_Nigeria_2017
298481_Nigeria_2017
DQ011157_USA (ex-Ghana)_ 2003
DQ011153_USA (ex-Ghana) 2003
KJ642616 France 1968
KJ642614_Netherlands_1965
AY753185 Denmark 1958
AY603973_WRAIR7-61_1961
AY741551 Sierra_Leone 1970
KP849470 Cote_d'lvoire_1971
KJ136820 Cote d'lvoire_2012
DQO011156_Liberia_1970
JX878417_DRC_2006
KJ642619_Gabon_1988
KJ642618_Cameroon_1990
KJ642612_DRC_1986
JX878408 DRC_2006
JX878426_DRC_2007
JX878418 DRC_2007
AF380138_DRC_1996
JX878419_DRC_2007
JX878420_DRC_2007
KP849471_DRC_1985
JX878410_DRC_2006
JX878412_DRC_2006
JX878409 _DRC_2006
JX878411_DRC_2006
JX878415 DRC_2006
JX878428 DRC_2007
JX878422_DRC_2007
JX878413 _DRC_2006
JX878414_DRC_2006
JX878416_DRC_2006
JX878427 _DRC_2007
JX878421_DRC_2007
KJ642613_Congo_1970
KC257460_DRC_1985
KC257459 South_Sudan_2005
HM172544 DRC_1979
DQ011155_DRC_1979
HQ857562_DRC_1979
DQ011154_Congo_2003
KP849469 DRC_2008
JX878425 DRC_2007
JX878429 DRC_2007
JX878407_DRC_2006
JX878424 DRC_2007
JX878423 DRC_2007
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Figure: Phylogenetic tree produced from three isolate draft consensus sequences and 48 archived MPXV complete sequences from GenBank, rooted with
the cowpox virus reference sequence NC_003363, using MrBayes 3.2.6%% with 1 000 000 generations and sampling every 200. Posterior probabilities are

indicated at each node. Central and west African clades are indicated. The outbreak consensus sequences align most closely to sequences of Nigerian origin.
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